Sea (cited by Radujković B.M., Orecchia P., Paggi L. 1989: Acta Adriat. 30: 137-187), reported as Sterrhurus musculus in the same host in the Canary Islands (Gijón-Botella H., López-Román R. 1989: Rev. Ibér. Parasitol. 49: 137-138) , and in the north-east Atlantic (Sproston N.G. 1939: Trav. Stn. Biol. Roscoff 16: 33-58) , there are no definite reports of this hemiurid fluke occurring in conger eels nor are there data on the degree of parasitism in fish of the genus Conger (but see Paniagua E., Vilas R. 2001: Acta Parasitól. Port. 8: 166) .
In this study, we examined 156 conger eels, from the spring of 1999 to the summer of 2001. The fish were caught in the Ría de Arousa (a coastal embayment in Galicia, northwestern Spain). During this time we detected only 15 individuals obtained from six conger eels that could have been L. musculus, and of these helminths, 5 were subjected to morphometric analysis. The trematodes were stained with iron acetocarmine and mounted in Canada balsam. Comparison of the measurements made on these helminths and those made on a sample taken from A. anguilla caught in the same area are shown in Table 1 . Because the sample size was lower than 30, Mann-Whitney test was used. All morphometric measurements are given in micrometres, except for the sucker-ratios (for determination of the sucker-ratio see Mas-Coma S., Montoliu I., Valero M. A. 1984: Bull. Soc. Neuchâtel Sci. Nat. 107: 185-195) . In general, the specimens taken from C. conger fitted the description of L. musculus, however, they showed smaller testes than those obtained from A. anguilla. Moreover, L. musculus from C. conger showed significant differences in the sucker-ratio (U = 10.0; P<0.01). In order to confirm the diagnosis at the molecular level, the samples were then analysed using starch gel electrophoresis. Two enzymes that in a preliminary analysis allowed discrimination of L. musculus and the other three sympatric species of the genus (Lecithochirium fusiforme, Lecithochirium rufoviride and Lecithochirium furcolabiatum), glucose phosphate dehydrogenase (GPD, E.C. 1.1.1.49) and glutamate dehydrogenase (GDH, E.C. 1.4.1.3), were analysed following routine procedures (Pasteur N., Pasteur G., Bonhomme F., Catalan J., Britton-Davidian J. 1987: Manuel Technique de Génétique par Électrophorèse des Protéines. Lavoisier, Paris, 211 pp.). There were no differences between the specimens isolated from C. conger (sample A) and those from A. anguilla, therefore, despite of the morphological differences detected, we can confirm the identification as L. musculus and verify its presence in this host in the area studied. However, L. musculus was not common in C. conger with very low values of prevalence (P = 3.8%), abundance (A = 0.10) and mean intensity (I = 2.5).
Surprisingly, a single fish caught outside the ría was a host of 14 specimens that were identified as L. musculus by their size, sucker-ratio, well-developed ecsoma and vitellarium composed of two slightly lobed masses (sample B). All of the helminths isolated from this individual fish revealed the same monomorphic pattern for GPD and GDH, which unexpectedly differed from that corresponding to L. musculus obtained from fishes from the ría (Fig. 1 : lanes 5, 6, and Fig. 2: lanes 3, 4) . In the light of these results, we decided to examine the population of L. musculus collected from the main definitive host A. anguilla in greater detail (sample C). Therefore, the sample size of the population was increased and significance of deviations of observed genotype frequencies from those expected under Hardy-Weinberg equilibrium was estimated using Chi-square test. Both enzymatic systems were coded by a single locus. Each showed two alleles in the population but the expected heterozygotes were not detected (Table 2) . Thus, the population did not conform to Hardy-Weinberg predictions (GDH: χ 2 = 59.06, P<0.001; GPD: χ 2 = 75.47, P<0.001). For both loci, the least frequent allozyme in the population that parasitized A. anguilla was the same as that shown by all individuals that parasitized the conger eel caught outside the ría. Although this electrophoretic pattern was the same as for L. fusiforme (see Figs. 1 and 2 ) it is unlikely that the helminths that presented allozymes a and b for GPD and GDH respectively, actually corresponded to L. fusiforme because they differed in terms of morphological characteristics. In particular, the shape of the vitellarium differed and in all specimens analysed it consisted of two lateral lobed masses instead of being digitiform. Furthermore, to our knowledge, L. fusiforme has not been reported as occurring in A. anguilla.
The results of a previous study of the same population showed that there was a strong genetic subdivision for the Pgm-1 locus (Vilas R., Paniagua E., Sanlés D.G., Sanmartín M.L. 2000: Parasitol. Res. 86: 419-421). The findings of the present study confirm the existence of this subdivision for another two loci. This is consistent with the existence of at least two cryptic species that may show a certain degree of differential predilection for the definitive host. However, these results should be interpreted cautiously because there may be other explanations for the genetic subdivision detected. Although a geographically small sampling area reduces the probability of a mixture of genetically different populations, other factors should be taken into account. Asexual amplification of the parasite, habitat patchiness, host mobility and the existence of a complex life-cycle make it very difficult to determine what comprises a local population. In our case, it is possible that the conger eel caught outside the ría was host to a sample of a different geographical population of L. musculus that differed significantly in its allele frequencies for the Gpd and Gdh loci, probably due to strong genetic drift. The putative effect of interpopulational genetic differentiation due to genetic drift is intensified by the fact that the infrapopulations of L. musculus in C. conger are very small. It is also possible that disruptive selection takes place, due to the different selective pressures imposed by different hosts or attributable to different environmental conditions that prevail inside and outside of the ría. Another possibility is that the absence of heterozygotes reflects a certain clonal structure and that the agreement with the assumptions of the HardyWeinberg equilibrium for the Gpi locus (see Vilas et al. 2000, op. cit.) are the result of antagonist evolutionary forces or natural selection. Although these results do not preclude the possibility that there exist two different sibling species identified as L. musculus, which are potential parasites of both C. conger and A. anguilla, the presence of L. musculus is confirmed in C. conger. In addition, the results show that there is a strong genetic subdivision within the population studied. However, further studies are required to clarify whether this subdivision is the result of the presence of cryptic species, or whether it is due to other factors associated with the mode of distribution of the genetic variability over time and space in populations of marine digenetic trematodes. In the latter case the implications for systematics are clear and indicate the suitability of a multidisciplinary approach in identifying these groups.
